SEQUENCE LISTING 



<110> McDonald, John R. 
Coggins, Philip 

i9n METHODS AND COMPOSITIONS FOR TREATING SECONDARY TI 
OTHER INFLAMMATORY CONDITIONS AND DISORDERS 

<130> 25020-601B 

<140> Unassigned 
<141> 1999-07-22 

<160> 70 

<170> FastSEQ for Windows Version 3-0 

<210> 1 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 

<400> 1 

Gly Gly Gly Gly Ser 

1 5 

<210> 2 
<211> 5 
<212> PRT 

<213> Artificial Sequence 
<220> 

<221> REPEAT 
<222> (1) . ■ • (5) 

<22 3> homo sapien 

<400> 2 
Gly Gly Gly Gly Ser 



<210> 3 
<211> 12 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 

t^Lys Ser Ser Gly Ser Gly Ser Glu Ser Lys Ser 



<210> 4 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 

l^ser Thr Ser Gly Ser Gly Lys Ser Ser Glu Gly Lys 

1 5 



210> 5 
211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<22 3> homo sapien 
<400> 5 

Gly Ser Thr Ser Gly Ser Gly Lys 

1 5 
Lys Gly 



Ser Ser Glu Gly Ser Gly Ser Thr 
10 15 



<210> 6 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 

< Gly > Ser Thr Ser Gly Ser Gly Lys Ser Ser Glu Gly Lys Gly 



1 5 

<210> 7 
<211> 18 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 
<400> 7 



GlySer Thr Ser Gly Ser Gly Lys Pro Gly Ser Gly Glu Gly Ser Thr 

1 5 10 

Lys Gly 



<210> 8 
<211> 14 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 

<400> 8 
Glu Gly Lys Ser Ser Gly Ser 
1 5 

<210> 9 

<211> 5 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> homo sapien 

<400> 9 
Ser Arg Ser Ser Gly 
1 5 

<210> 10 
<211> 5 
<212> PRT 



Gly Ser Glu Ser Lys Glu Phe 
10 
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<213> Artificial Sequence 



<220> 

<223> Artificial Sequence 

<400> 10 
Ser Gly Ser Ser Cys 
1 5 

<210> 11 
<211> 28 
<212> PRT 

<213> diphtheria toxin trypsin sensitive linker 
<400> 11 

Ala Met Gly Arg Ser Gly Gly Gly Cys Ala Gly Asn Arg Val Gly Ser 

15 10 15 

Ser Leu Ser Cys Gly Gly Leu Asn Leu Gin Ala Met 

20 25 



<210> 


12 




<211> 


6 




<212 > 


PRT 




<213> 


homo sapien 




<220> 






<221> 


REPEAT 




<222> 


(3) ... (3) 




<223> 


repeat unit 2-4 


times 


<221> 


REPEAT 




<222> 


(3) ... (4) 




<223> 


repeat family 1 


-11 times 


<400> 


12 




Ala Met Gly Ser Ala 


Met 


1 


5 




<210> 


13 




<211> 


74 




<212> 


PRT 




<213> 


homo sapien 





<400> 


13 
























Ala 


Asn 


Arg 


Gly 


Pro 


Ala 


Ser 


Val 


Pro 


Thr 


Thr 


Cys 


Cys 


Phe 


Asn 


Leu 


1 








5 










10 










15 


Gly 


Lys 


He 


Pro 


Leu 


Gin 


Arg 


Leu 


Glu 


Ser 


Tyr 


Arg 


Arg 


He 


Thr 


Ser 






20 










25 










30 






Lys 


Cys 


Pro 


Gin 


Lys 


Ala 


Val 


He 


Phe 


Lys 


Thr 


Lys 


Leu 


Ala 


Lys 


Asp 


35 










40 










45 






Tyr 


He 


Cys 


Ala 


Asp 


Pro 


Lys 


Lys 


Lys 


Trp 


Val 


Gin 


Asp 


Ser 


Met 


Lys 




50 








55 










60 










Leu 


Asp 


Gin 


Lys 


Ser 


Pro 


Thr 


Pro 


Lys 


Pro 














65 








70 























<210> 14 

<211> 77 

<212> PRT 

<213> homo sapien 

<400> 14 

Gly Pro Val Ser Ala Val Leu Thr Glu Leu Arg Cys Thr Cys Leu Arg 

1 5 10 15 

Val Thr Leu Arg Val Asn Pro Lys Thr He Gly Lys Leu Gin Val Phe 

20 25 30 

Pro Ala Gly Pro Gin Cys Ser Lys Val Glu Val Val Ala Ser Leu Lys 
35 40 45 
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m Cvs Leu Asp Pro Glu Ala Pro Phe Leu Lys Lys 

Asn Gly Lys Gin Val Cys Leu Asp gQ 

Val He Gin Lys He Leu Asp Ser Gly Asn Lys Lys Asn 
6 5 



<210> 15 

<211> 127 

<212> PRT 

<213> homo sapien 



400> 


15 






Ala 


Pro 


Ala 


Arg 


1 






Gin 


Asn 


Ala 


He 








20 


Ala 


Ala 


Glu 


Met 






35 




Leu 


Gin 


Glu 


Pro 




50 






Gly 


Leu 


Arg 


Gly 


65 








Ala 


Ser 


His 


Tyr 


Ala 


Thr 


Gin 


He 








100 


Phe 


Leu 


Leu 


Val 






115 





Ser Pro Ser Pro 
5 

Glu Ala Arg Arg 

Asn Glu Thr Val 

40 

Thr Cys Leu Gin 
55 

Ser Leu Thr Lys 
70 

Lys Gin His Cys 
85 

He Thr Phe Glu 

He Pro Phe Asp 

120 



Ser Thr Gin Pro 
10 

Leu Leu Asn Leu 
25 

Glu Val He Ser 

Thr Arg Leu Glu 

60 

Leu Lys Gly Pro 
75 

Pro Pro Thr Pro 
90 

Ser Phe Lys Glu 
105 

Cys Trp Glu Pro 



Trp Glu His Val 
15 

Ser Arg Asp Thr 
30 

Glu Met Phe Asp 
45 

Leu Tyr Lys Gin 

Leu Thr Met Met 

80 

Glu Thr Ser Cys 
95 

Asn Leu Lys Asp 
110 

Val Gin Glu 
125 



<210> 16 

<211> 73 

<212> PRT 

<213> homo sapien 



tl^Ser Val Ala Thr Glu Leu Arg Cys Gin Cys Leu Gin Thr Leu Gin 
G \ y He His Pro Lys Asn He Gin Ser Val Asn Val Lys Ser Pro Gly 
Pro His Cys Ala Gin Thr Glu Val Xle Ala Thr Leu Lys Asn Gly Arg 
Lys Ala Cys Leu Asn Pro Ala Ser Pro Tie Val Lys Lys He Xle Glu 



Lys Met Leu Asn Ser Asp Lys Ser Asn 
65 70 



<210> 17 

<2H> 73 

<212> PRT 

<213> homo sapien 



< 400> 17 -, r, -r-)T_ _ o^-r a ra cvs Cys Phe Ser Phe Ala Glu 

Lys Ser Met Gin Val Pro Phe Ser Arg cys ^y i5 

1 5 tvi T i 0 t^h Cvs Tvr Arg Asn Thr Ser Ser 

Gin Glu lie Pro Leu Arg Ala He Leu Cys lyr y ^ 

^° rm riv Leu He Phe Lys Leu Lys Arg Gly Lys Glu 

He Cys Ser Asn Glu Gly Leu ne n x ^ 

r *«,n Thr Val Gly Trp Val Gin Arg His Arg Lys Met 

Ala Cys Ala Leu Asp Thr val y 6Q 



Leu Arg His Cys Pro Ser Lys Arg Lys 
65 70 



<210> 18 
<211> 133 
<212> PRT 
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<213> homo sapien 



Tl^Pro Met Thr Gin Thr Thr Pro Leo Lys Thr Ser Trp Val Asn Cy, 
Ser Asn Met He Asp Glu He He Thr His Leu Lys Gin Pro Pro Lei 
Pro Leu Leu Asp Phe Asn Asn Leu Asn Gly Glu Asp Gin Asp He Lex 
Met Glu Asn Asn Leu Ar 9 Arg Pro Asn Leu Glu Ala Phe Asn Arg Al; 
Val Lys Ser Leu Gin Asn Ala Ser Ala He Glu Ser He Leu Lys As, 
IL Leu Pro Cys Leu Pro Leu Ala Thr Ala Ala Pro Thr Arg His Pr. 
He His lie Lys Asp Gly Asp Trp Asn Glu Phe Arg Arg Lys Leu Th 
Phe Tyr Leu Lys Thr Leu Glu Asn Ala Gin Ala Gin Gin Thr Thr Le 

115 1ZU 
Ser Leu Ala He Phe 
130 



<210> 19 

<211> 77 

<212> PRT 

<213> homo sapien 



<400> 


19 








Ala 


Val 


Leu 


Pro 


Arg 


1 








5 


Thr 


Tyr 


Ser 


Lys 


Pro 






20 




He 


Glu 


Ser 


Gly 


Pro 






35 






Ser 


Asp 


Gly 


Arg 


Glu 




50 








Arg 


Val 


Val 


Glu 


Lys 


65 











Ser Ala Lys Glu Leu Arg 

10 

Phe His Pro Lys Phe He 

25 

His Cys Ala Asn Thr Glu 
40 

Leu Cys Leu Asp Pro Lys 
55 

Phe Leu Lys Arg Ala Glu 
70 75 



Cys Gin Cys He Lys 

15 

Lys Glu Leu Arg Val 
30 

He He Val Lys Leu 
45 

Glu Asn Trp Val Gin 
60 

Asn Ser 



<210> 20 

<211> 76 

<212> PRT 

<213> homo sapien 



<400> 


20 






He 


Gin 


Pro 


Asp 


Ala 


1 








5 


Asn 


Arg 


Lys 


He 


Ser 








20 




Ser 


Ser 


Lys 


Cys 


Pro 






35 






Lys 


Glu 


He 


Cys 


Ala 


50 








Asp 


His 


Leu 


Asp 


Lys 


65 











Asn Ala Pro Val Thr 

10 

Val Gin Arg Leu Ala 

25 

Lys Glu Ala Val He 
40 

Asp Pro Lys Gin Lys 
55 

Gin Thr Gin Thr Pro 
70 



Cvs Cys Tyr Asn Phe Thr 

15 

Ser Tyr Arg Arg He Thr 

30 

Phe Lys Thr He Val Ala 
45 

Trp Val Gin Asp Ser Met 
60 

Lys Thr 
75 



<210> 21 

<211> 76 

<212> PRT 

<213> homo sapien 



G^Pro Asp Ser Val Ser He Pro He Thr Cys Cys Phe Asn Val He 
jL Arg Lys He Pro He Gin Arg Leu Glu Ser Tyr Thr Arg He Thr 
A sn He Gin Cys Pro Lys Glu Ala Val He Phe Lys Thr Lys Arg Gly 
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Lys Glu Val Cys Ala Asp Pro Lys Glu Ar g Trp Val Arg Asp Ser Met 

Lys Hie Leu Asp Gin He Phe Gin Asn Leu Lys Pro 

65 70 



<210> 22 

<211> 76 

<212> PRT 

<213> homo sapien 



<400> 


22 






Gin 


Pro 


Val 


Gly 


1 






He 


Asn 


Lys 


Lys 








20 


Ser 


Ser 


His 


Cys 






35 




Lys 


Glu 


He 


Cys 


50 






Lys 


His 


Leu 


Asp 


65 









He Asn Thr Ser 
5 

Pro Lys Gin Arg 

Pro Arg Glu Ala 

40 

Ala Asp Pro Thr 
55 

Lys Lys Thr Gin 
70 



Thr Thr Cys Cys 
10 

Leu Glu Ser Tyr 
25 

Val He Phe Lys 

Gin Lys Trp Val 

60 

Thr Pro Lys Leu 
75 



Tyr Arg Phe He 
15 

Arg Arg Thr Thr 
30 

Thr Lys Leu Asp 
45 

Gin Asp Phe Met 



<210> 23 

<211> 75 

<212> PRT 

<213> homo sapien 



<400> 


23 






Gin 


Pro 


Asp 


Ala 


1 








Ser 


Lys 


Lys 


He 








20 


Ser 


Arg 


Cys 


Pro 






35 




Glu 


He 


Cys 


Ala 




50 






His 


Leu 


Gly 


Arg 


65 









Leu Asn Val Pro 
5 

Ser Leu Gin Arg 

Gin Lys Ala Val 

40 

Asp Pro Lys Glu 
55 

Lys Ala His Thr 
70 



Ser Thr Cys Cys 
10 

Leu Lys Ser Tyr 
25 

He Phe Arg Thr 

Lys Trp Val Gin 

60 

Leu Lys Thr 
75 



Phe Thr Phe Ser 
15 

Val He Thr Thr 
30 

Lys Leu Gly Lys 
45 

Asn Tyr Met Lys 



<210> 24 

<211> 70 

< 2 1 2 > PRT 

<213> homo sapien 



t^Ser Leu Ala Ala Asp Thr Pro Thr Ala Cys Cys Phe Ser Tyr Thr 
sir Arg Gin He Pro Gin Asn Phe lie Ala Asp Tyr Phe Glu Thr Ser 

Va 
40 



Ser Gin Cys Ser Lys Pro Gly Val lie Phe Leu Thr Lys Arg Ser Arg 
Gin Val Cys Ala Asp Pro Ser Glu Glu Trp Val Gin Lys Tyr Val Ser 



50 55 
Asp Leu Glu Leu Ser Ala 

65 70 



<210> 25 

<211> 129 

<212> PRT 

<213> homo sapien 



I^Lys Cys Asp He Thr Leu Gin Glu lie lie Lys Thr Leu Asn Ser 
L eu Thr Glu Gin Lys Thr Leu Cys Thr Glu Leu Thr Val Thr Asp He 
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20 

Phe Ala Ala Ser 
35 

Ala Thr Val Leu 
50 

Cys Leu Gly Ala 
65 

Arg Phe Leu Lys 

Asn Ser Cys Pro 

100 

Leu Glu Arg Leu 
115 

Ser 



Lys 


7V y~\ 


TYi t 
mi- 


Thr 






40 


Arg 


Gin 


Phe 


Tyr 






55 




Thr 


Ala 


Gin 


Gin 




70 






Arg 


Leu 


Asp 


Arg 


85 






Ala 


Val 


Lys 


Glu 


Lys 


Thr 


He 


Met 






120 



25 

Glu Lys Glu Thr 

Ser His His Glu 

60 

Phe His Arg His 

75 

Asn Leu Trp Gly 
90 

Asn Gin Ser Thr 
105 

Arg Glu Lys Tyr 





3 U 






Phe 


Cys 


Arg 


r\ J- ct 


4 5 








Lys 


Asp 


X XIX 




Lys 


Gin 


Xj t: Li 


Tie 

_L -1_ ^ 






80 


Leu 


Ala 


Gly 


Leu 






95 




Leu 


Glu 


Asn 


Phe 




110 






Ser 


Lys 


Cys 


Ser 


125 









<210> 26 

<211> 73 

<212> PRT 

<213> homo sapien 

<400> 26 
Ala Pro Leu Ala 
1 

Gly He His Leu 

20 

Pro His Cys Ala 
35 

Lys Ala Cys Leu 
50 

Lys Met Leu Lys 
65 



Thr Glu Leu Arg 
5 

Lys Asn He Gin 

Gin Thr Glu Val 

40 

Asn Pro Ala Ser 
55 

Asn Gly Lys Ser 
70 



Cys Gin Cys Leu 
10 

Ser Val Lys Val 
25 

He Ala Thr Leu 

Pro Met Val Lys 

60 

Asn 



Gin Thr Leu Gin 
15 

Lys Ser Pro Gly 
30 

Lys Asn Gly Gin 
45 

Lys He He Glu 



<210> 27 

<2H> 73 

<212> PRT 

<213> homo sapien 



<400> 


27 






Thr 


Ala 


Ser 


Val 


Val 


1 








5 


Gly 


He 


His 


Leu 


Lys 






20 




Pro 


His 


Cys 


Ala 


Gin 






35 






Lys 


Ala 


Cys 


Leu 


Asn 




50 








Lys 


He 


Leu 


Asn 


Lys 


65 











Glu Leu Arg Cys Gin Cys 

10 

Asn He Gin Ser Val Asn 

25 

Thr Glu Val He Ala Thr 
40 

Pro Ala Ser Pro Met Val 
55 

Gly Ser Thr Asn 
70 



Leu Gin Thr Leu Gin 

15 

Val Arg Ser Pro Gly 
30 

Leu Lys Asn Gly Lys 
45 

Gin Lys He He Glu 
60 



<210> 28 

<211> 69 

<212> PRT 

<213> homo sapien 



UToln Val Gly Thr Asn Lys Glu Leu Cys Cys Leu Val Tyr Thr Ser 
T rp Gin He Pro oL Lys Phe He Val Asp Tyr Ser Glu Thr Ser Pro 
G ln Cys Pro Lys Pro Gly Val lie Leu Leu Thr Lys Ar g Gly Arg Gin 
He cys aL Asp Pro Asn Lys Lys Trp Val Gin Lys Tyr He Ser Asp 

rn 55 



50 

Leu Lys Leu Asn Ala 
65 
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<210> 29 

<211> 68 

<212> PRT 

<213> homo sapien 



^SerVro Tyr Ser Ser Asp Thr Thr Pro Cys Cys Phe Ala Tyr lie Ala 
Arg Pro Leu Pro Arg Ala His He Lys Glu Tyr Phe Tyr Thr Ser Gly 
Lys Cys Ser Asn Pro Ala Val Val Phe Val Thr Ar 9 Lys Asn Ar 9 Gin 
Val Cy S Ma Asn Pro Glu Lys Lys Tr P Val Arg Glu Tyr He Asn Ser 



50 

Leu Glu Met Ser 
65 

<210> 30 

<211> 69 

<212> PRT 

<213> homo sapien 

<400> 30 



t^Pro Met Gly Ser Asp Pro Pro Thr Ala Cys Cys Phe Ser Tyr Thr 
Ala Ar 9 Lys Leu Pro Ar 9 Asn Phe Val Val Asp Tyr Tyr Glu Thr Ser 
S er Leu Cys Gin Pro Ala Val Val Phe Gin Thr Lys Arg Ser Lys 

35 j-j q ^ p u S er Trp Val Gin Glu Tyr Val Tyr 

Gin Val Cys Ala Asp Pro Ser Glu Ser irp ^ 



50 55 
Asp Leu Glu Leu Asn 

65 

<210> 31 
<211> 323 
<212> PRT 
<213> homo sapien 



A 4°/ S ll Arg Glu Lys Asn Gin Pro Lys Pro Ser Pro Lys Arg Glu Ser 
G i y Glu Glu Phe Arg Met Glu Lys Leu Asn Gin Leu Trp Glu Lys Ala 

20 „ ,7 = 1 irn 1.™ Ala Glu Leu His Ala Asp 

Gin Arg Leu His Leu Pro Pro Val Arg Leu Ala o ^ 

L eu Lys He Gin Glu Arg Asp Glu Leu Ala Trp Lys Lys Leu Lys Leu 
Asp |° ly Leu Asp Glu Asp Gly Glu Lys Glu Ala Arg Leu He Arg Asn 
IL Asn Val He Leu IL Lys Tyr Gly Leu Asp Gly Lys Lys Asp Ala 

85 ^ t~-m q^t- niv Thr Gin Glu Asp Gly Leu 

Arg Gin Val Thr Ser Asn Ser Leu Ser Gly mr ^ 

*°° t.u Glu Lys Leu Trp His Lys Ala Lys Thr Ser Gly 
Asp Asp Pro Arg Leu Glu Lys ^eu jt 

L ys Phe III Gly Glu Glu Leu Asp Lys Leu Trp Arg Glu Phe Leu His 
His Lys Glu Lys Val His Glu Tyr Asn Val Leu Leu Glu Thr Leu Ser 
A 4 r | Thr Glu Glu He "is Glu Asn Val He Ser Pro Ser Asp Leu Ser 
AS p He Lys Gly Ser Val Leu His Ser Arg His Thr Glu Leu Lys Glu 

I 80 -■ t -Ti _ _ 7\ -v~(— t t an & rq Arg Val Ser 

Lys Leu Arg Ser He Asn Gin Gly Leu Asp Arg Leu Arg 

195 ^ uu 
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His Gin Gly Tyr 
210 

Asp Leu Trp Asp 
225 

Glu Ala Phe Arg 

His Asn His Tyr 

260 

His Ala Glu Ser 
275 

Lys His Ala Leu 
290 

Lys Lys His Leu 
305 

Asn Glu Leu 



Ser Thr Glu Ala 
215 

Leu Ala Gin Ser 
230 

Glu Glu Leu Lys 
245 

Gin Lys Gin Leu 

Val Gly Asp Gly 

280 

Leu Glu Gly Arg 
295 

Gin Asp Leu Ser 
310 



Glu 


Pne 


pin 

\j A. Li 


^JT _1_ Li 








220 


Ala 


Asn 


Leu 


Thr 






1 1 c 

2. Jo 




His 


Phe 


Glu 


a± a 




n c n 






Glu 


lie 


Ala 


His 


265 








Glu 


Arg 


Val 


Ser 


Thr 


Lys 


Glu 


Leu 








300 


Gly 


Arg 


lie 


Ser 






315 





Pro Arg Val He 

Asp Lys Glu Leu 

240 

Lys He Glu Lys 
255 

Glu Lys Leu Arg 
270 

Arg Ser Arg Glu 
285 

Gly Tyr Thr Val 

Arg Ala Arg His 

320 



<210> 32 

<211> 74 

<212> PRT 

<213> homo sapien 

<400> 32 



n 



n 



AspVly Lys Pro val Ser Leu Ser Tyr Arg Cys Pro Cys Arg Phe Phe 
olu Ser His Val Ala Arg Ala Asn Val Lys His Leu Lys lie Leu As" 
Thr Pro Asn Cys Ala Leu Gin He Val Ala Arg Leu Lys Asn Asn As 
Arg Gin 111 Cys He Asp Pro Lys Leu Lys Trp lie Gin Glu Tyr Leu 
Glu Lys Ala Leu Asn Lys Arg Phe Lys Met 

_ _ 1 o 



65 70 



<210> 33 

<211> 71 

<212> PRT 

<213> homo sapien 



t^Arg Gly Thr Asn Val Gly Arg Glu Cys Cys Leu Glu Tyr Phe Lys 
oly Ala lie Pro Leu Arg Lys Leu Lys Thr Trp Tyr Gin Thr Ser Glu 
Asp Cys Ser Arg Asp Ala He Val Phe Val Thr Val Gin Gly Arg Ala 
lie Cys ser Asp Pro Asn Asn Lys Arg Val Lys Asn Ala Val Lys Tyr 



50 

Leu Gin Ser Leu Glu Arg Ser 
65 70 

<210> 34 
<211> 247 
<212> PRT 

<213> Bryonia dioica 



tsp^al Ser Phe Arg Leu Ser Gly Ala Thr Thr Thr Ser Tyr Gly Val 
pL He Lys Asn Leu Arg Glu Ala Leu Pro Tyr Glu Arg Lys Val Tyr 
Asn lie Pro Leu Leu Arg Ser Ser He Ser Gly Ser Gly Arg Tyr Thr 
Leu Leu His Leu Thr Asn Tyr Ala Asp Glu Thr lie Ser Val Ala Val 
Asp 111 Thr Asn Val Tyr lie Met Gly Tyr Leu Ala Gly Asp Val Ser 
65 70 
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Tyr Phe Phe Asn alu Ala Ser Ala Thr Glu Ala Ala Lys Phe Val Phe 
Ly s Asp Ala Lys Lys Val Thr Leu Pro Tyr Ser Gly Asn Tyr Glu 

Arg L eu Gin Thr Ala Ala Qly Lys He -9 Olu Asn lie Pro Leu Gly 
Leu Pro III -u Asp Ser Ala Xle T h r Thr Leu Tyr Tyr Tyr T h r Ala 
Ser III Ala Ala Ser Ala Leu Leu v.l Leu lie Gin Ser Thr Ala Glu 
ser Ala Ar g Tyr Lys Phe He Glu Gin Gin He Gly Lys Ar g Val Asp 

165 „ t ala Thr He Ser Leu Glu Asn Asn Trp 
Lys Thr Phe Leu Pro Ser Leu Ala Thr He ber ^ 

Ser Ala Leu Ser Lys Gin He Gin Xle Ala Ser Thr Asn Asn Gly Gin 
Phe Glu III Pro val Val Leu Xle Asp Gly Asn Asn Gin Ar g Val Ser 

210 z TT -, TVlT . q pr Asn He Ala Leu Leu 

He Thr Asn Ala Ser Ala Arg Val Val Thr Ser Asn ^ 

1 "3 A Z> -> 



225 230 
Leu Asn Arg Asn Asn He Ala 

245 

<210> 35 
<211> 275 

<212> PRT , . 

<213> Saponaria officinalis 

<400> 35 



tal'Thr ser Xle Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr 
Ser Ser Phe Val Asp Lys He Arg Asn Asn Val Lys Asp Pro Asn Leu 
Lys Tyr Gly Gly Thr Asp Xle Ala Val Xle Gly Pro Pro Ser Lys Glu 
Lys Phe Leu Arg He Asn Phe Gin Ser Ser Arg Gly Thr Val Ser Leu 

50 „ r val Val Ala Tyr Leu Ala Met Asp 

Gly Leu Lys Arg Asp Asn Leu Tyr Val Val Aia y 8Q 

fsn Thr Asn Val Asn Arg Ala Tyr Tyr Phe Arg Ser Glu Xle Thr Ser 
Al a Glu Ser Thr Ala Leu Phe Pro Glu Ala Thr Thr Ala Asn Gin Lys 
A la Leu Glu Tyr Thr Glu Asp Tyr Gin Ser He Glu Lys Asn Ala Gin 
He Thr Gin Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly He Asp 
L eu til Ser Thr Ser Met III Ala Val Asn Lys Lys Ala Arg Val Val 
lit ASP Glu Ala Arg Phe Leu Leu Xle Ala He Gin Met Thr Ala Glu 
A la Ala Arg Phe Arg Tyr Xle Gin Asn Leu Val Xle Lys Asn Phe Pro 
Asn Lys Phe III Ser Glu Asn Lys Val Xle Gin Phe Glu Val Asn Trp 
Lys Lys III Ser Thr Ala He Tyr Gly Asp Ala Lys Asn Gly Val Phe 
Asn Lys Asp Tyr Asp Phe Gly Phe Gly Lys Val Arg Gin Val Lys Asp 
til Gin Met Gly Leu III Met Tyr Leu Gly Lys Pro Lys Ser Ser Asn 
Glu Ala Asn Ser Tnr Val Arg His Tyr Gly Pro Leu Lys Pro Thr Leu 

260 26b 



Leu He Thr 

275 



<210> 36 
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<211> 250 
<212> PRT 

<213> Momordica charantia 



lia'pro Thr Leu Glu Thr He Ala Ser Leu Asp Leu Asn Asn Pro Thr 
Thr Tyr Leu Ser Phe He Thr Asn lie Arg Thr Lys Val Ala Asp Lys 

Ly 
40 

55 



Thr Glu Gin Cys Thr He Gin Lys lie Ser Lys Thr Phe Thr Gin Arg 
Tyr Ser Tyr He Asp Leu lie Val Ser Ser Thr Gin Lys He Thr Leu 
Ala He Asp Met Ala Asp Leu Tyr Val Leu Gly Tyr Ser Asp He Ala 
Asn Asn Lys Gly Arg Tla Phe Phe Phe Lys Asp Val Thr Glu Ala Val 
Ala Asn Asn Phe Phe Pro Gly Ala Thr Gly Thr Asn Arg He Lys Leu 
Thr Phe Thr lly Ser Tyr Gly Asp Leu Glu Lys Asn Gly Gly Leu Arg 
L ys Asp Asn Pro Leu Gly He Phe Arg Leu Glu Asn Ser lie Val Asn 
He Tyr Gly Lys Ala Gly HI Val Lys Lys Gin Ala Lys Phe Phe Leu 
L eu Ala He Gin Met Val Ser Glu Ala Ala Arg Phe Lys Tyr lie Ser 
Asp Lys lie Pro III Glu Lys Tyr Glu Glu Val Thr Val Asp Glu Tyr 
Met Thr Ala Leu Glu Asn Asn Trp Ala Lys Leu Ser Thr Ala Val Tyr 
Asn Ser Lys Pro Ser Thr Thr Thr Ala Thr Lys Cys Gin Leu Ala Thr 
Ser Pro Val Thr He Ser III Trp He Phe Lys Thr Val Glu Glu lie 



225 



230 



Lys Leu Val Met Gly Leu Leu Lys Ser Ser 
y 245 250 



<210> 37 
<211> 293 
<212> PRT 

<213> Shigella dysenteriae 



<400> 37 
Lys Glu Phe Thr 
1 

Leu Asn Val He 

20 

Ser Gly Gly Thr 
35 

Leu Phe Ala Val 
50 

Asn Asn Leu Arg 
65 

Phe Val Asn Arg 

His Val Thr Phe 

100 

Ser Tyr Thr Thr 
115 

Gin He Asn Arg 
130 

His Ser Gly Thr 
145 

Phe Val Thr Val 
Gly Phe Arg Thr 



Leu Asp Phe Ser 
5 

Arg Ser Ala He 

Ser Leu Leu Met 

40 

Asp Val Arg Gly 
55 

Leu He Val Glu 
70 

Thr Asn Asn Val 
85 

Pro Gly Thr Thr 

Leu Gin Arg Val 

120 

His Ser Leu Thr 
135 

Ser Leu Thr Gin 
150 

Thr Ala Glu Ala 
165 

Thr Leu Asp Asp 



Thr Ala Lys Thr 
10 

Gly Thr Pro Leu 
25 

He Asp Ser Gly 

He Asp Pro Glu 

60 

Arg Asn Asn Leu 
75 

Phe Tyr Arg Phe 
90 

Ala Val Thr Leu 
105 

Ala Gly He Ser 

Thr Ser Tyr Leu 

140 

Ser Val Ala Arg 
155 

Leu Arg Phe Arg 
170 

Leu Ser Gly Arg 



Tyr Val Asp Ser 
15 

Gin Thr He Ser 
30 

Thr Gly Asp Asn 
45 

Glu Gly Arg Phe 

Tyr Val Thr Gly 

80 

Ala Asp Phe Ser 
95 

Ser Gly Asp Ser 
110 

Arg Thr Gly Met 
125 

Asp Leu Met Ser 

Ala Met Leu Arg 

160 

Gin He Gin Arg 
175 

Ser Tyr Val Met 
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Thr Ala Glu HI val Asp Leu Thr L eu Asn Trp Gly Arg Leu Ser Ser 
Val Leu Pro Asp Tyr His Gly Gin A SP Ser V.l Arg V.1 Gly Arg He 
Ser Phe Gly Ser He Asn Al. He Leu Oly Ser Val Ala Leu He Leu 
fsn Cys His His Hi. "a Ser Arg Val Ala Arg Me, Ala Ser Asp Glu 
Phe Pro Ser Met Cys Pro Ala Asp Gly Arg Val Arg Gly lie Thr Hxs 

r ti p 11° T rp Asp Ser Ser Thr Leu Gly Ala He Leu Met Arg 

Asn Lys He Leu lrp ^sp ^ CJ - 285 



275 

Arg Thr He Ser Ser 
290 

<210> 38 
<211> 319 
<212> PRT 

<213> Escherichia coli 
<400> 38 



Cys He Leu Phe Lys Trp Val Leu Cys Leu Leu Leu Gly Phe 
ser Ser Val Ser Tyr Ser Arg Glu Phe Thr He Asp Phe Ser Thr Gin 
Gin Ser Tyr Val Ser Ser Leu Asn Ser He Arg Thr Glu He Ser Thr 
Pro Leu gL His He Ser Gin Gly Thr Thr Ser Val Ser Val He Asn 
His Thr Pro Pro Gly Ser Tyr Phe Ala Val Asp He Arg Gly Leu Asp 
val Tyr Gin Ala Arg Phe Asp His Leu Arg Leu He He Glu Gin Asn 
A sn Leu Tyr Val Ala Gly Phe Val Asn Thr Ala Thr Asn Thr Phe Tyr 
A rg Phe Ser III Phe Thr His He Ser Val Pro Gly Val Thr Thr Val 
Ser Met Thr Thr Asp Ser Ser Tyr Thr Thr Leu Gin Arg Val Ala Ala 

130 i? 5 T i« Q^-r Ara His Ser Leu Val Ser Ser 

Leu Glu Arg Ser Gly Met Gin He Ser Arg His be ^ 

145 in° r»v,- c^r- rTv Asn Thr Met Thr Arg Asp Ala 

Tyr Leu Ala Leu Met Glu Phe Ser Gly Asn inr ^ 

Ser Arg Ala Val III Arg Phe Val Thr Val Thr Ala Glu Ala Leu Arg 
Phe Arg Gin Tie Gin Arg Glu Phe Arg Gin Ala Leu Ser Glu Thr Ala 
Pro val Tyr Thr Met Thr Pro Gly Asp Val Asp Leu Thr Leu Asn Trp 

210 -, r 15 r>m Nn Tvr Arq Gly Glu Asp Gly Val 

Gly Arg He Ser Asn Val Leu Pro Glu Tyr Arg b y * 24Q 

frg Val Gly Arg He III Phe Asn Asn lie Ser Ala He Leu Gly Thr 

Val Ala Val He Leu Asn Cys His His Gin Gly Ala Arg Ser Val Arg 

Ala Val Asn g!u Glu Ser Gin Pro Glu Cys Gin He Thr Gly Asp Arg 

Pro Val He Lys He Asn Asn Thr Leu Trp Glu Ser Asn Thr Ala Ala 

290 * t q!^ rm phe Leu Tyr Thr Thr Gly Lys 

Ala Phe Leu Asn Arg Lys Ser Gin Pne Leu iy 

_ _ ^in J 



305 

<210> 39 
<211> 247 

<212> PRT , . 

<213> Trichosanthews kinlowu 
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<400> 39 
Asp Val Ser Phe 

1 

Phe He Ser Asn 

20 

Asp He Pro Leu 
35 

Leu He His Leu 
50 

Asp Val Thr Asn 
65 

Tyr Phe Phe Asn 

Lys Asp Ala Met 

100 

Arg Leu Gin Thr 
115 

Leu Pro Ala Leu 
130 

Asn Ser Ala Ala 
145 

Ala Ala Arg Tyr 

Lys Thr Phe Leu 

180 

Ser Ala Leu Ser 
195 

Phe Glu Ser Pro 
210 

He Thr Asn Val 
225 

Leu Asn Arg Asn 



Arg Leu Ser Gly 
5 

Leu Arg Lys Ala 

Leu Arg Ser Ser 

40 

Thr Asn Tyr Ala 
55 

Val Tyr He Met 
70 

Glu Ala Ser Ala 
85 

Arg Lys Val Thr 

Ala Ala Gly Lys 

120 

Asp Ser Ala He 
135 

Ser Ala Leu Met 
150 

Lys Phe He Glu 
165 

Pro Ser Leu Ala 

Lys Gin He Gin 

200 

Val Val Leu He 
215 

Asp Ala Gly Val 
230 

Asn Met Ala 
245 



Ala Thr Ser Ser 
10 

Leu Pro Asn Glu 

25 

Leu Pro Gly Ser 

Asp Glu Thr He 

60 

Gly Tyr Arg Ala 
75 

Thr Glu Ala Ala 
90 

Leu Pro Tyr Ser 
105 

He Arg Glu Asn 

Thr Thr Leu Phe 

140 

Val Leu He Gin 
155 

Gin Gin He Gly 
170 

He He Ser Leu 
185 

He Ala Ser Thr 

Asn Ala Gin Asn 

220 

Val Thr Ser Asn 
235 



Ser Tyr Gly Val 
15 

Arg Lys Leu Tyr 
30 

Gin Arg Tyr Ala 
45 

Ser Val Ala He 

Gly Asp Thr Ser 

80 

Lys Tyr Val Phe 
95 

Gly Asn Tyr Glu 
110 

He Pro Leu Gly 
125 

Tyr Tyr Asn Ala 

Ser Thr Ser Glu 

160 

Lys Arg Val Asp 
175 

Glu Asn Ser Trp 
190 

Asn Asn Gly Gin 
205 

Gin Arg Val Thr 

He Ala Leu Leu 

240 



<210> 40 
<211> 88 
<212> DNA 

<213> Artificial Sequence 
<220> 



<223> Homo sapien His-Tag leader sequence 
<400> 40 

aaggagatatacc atg ggc age age cat cat cat _ ™ ^ ^ 



cat cat cat cat cat cac age age 4 3 



r^t-r, a* a cca cqc qgc age cat atg etc gag gat ccg 
ctg gtg ccg cgc yy Asp pro 

20 



82 



ITy III fa! p C r 9 o IT, l!y Ser Hi Me? Leu Glu Asp ^ 



15 



<210> 41 
<211> 37 
<212> DNA 

<213> Artificial Sequence 

<223> Homo sapien forward primer (Eotaxin) 
<400> 41 

gggtaatagc atatggggce agettctgtc ccaacca 
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<210> 42 
<211> 44 
<212> DNA 

<213> Artificial Sequence 

^23^ Homo sapien reverse primer (Eotaxin) 
<400> 42 

cccgaattct ttcatcgctg gctttggagt tggagatttt tggt 

<210> 43 
<211> 39 
<212> DNA 

<213> Artificial Sequence 

: 2 223> Homo sapien forward primer (MCP-1) 



g^gtaatagc atatgcagcc agatgcaatc aatgcccca 



<210> 44 
<211> 41 
<212> DNA 

<213> Artificial Sequence 

<llll Homo sapien reverse primer (MCP-D 

<400> 44 

cccgaattct ttcatcgcag tcttcggagt ttgggtttct t 

<210> 45 
<211> 27 
<212> DNA 

<213> Artificial Sequence 

:"°> Homo sapien forward primer (MCP-3) 



<400> 45 

catatgcaac cggtaggcat caacacg 



<210> 46 
<211> 33 
<212> DNA 

<213> Artificial Sequence 

:"°> Homo sapien reverse primer (MCP-3) 



cacuguac catcgcaagc ttcggggtct gag 



<210> 47 
<211> 38 
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<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Homo sapien forward primer (SDF-1") 
<400> 47 

gggtaatagc atatgaagcc cgtcagcctg agctacag 38 



<210> 48 
<211> 46 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Homo sapien reverse primer (SDF-1B) 
<400> 48 

cccgaattct ttcatcgcca tcttgaacct cttgtttaaa gctttc 46 

<210> 49 
<211> 39 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Shigella dysenteriae forward primer (Shiga) 
<400> 49 

gggtaatagc atatgaaaga attcaccctg gacttttcc 39 



<210> 50 
<211> 28 
<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Shigella dysenteriae reverse primer (Shiga) 
<400> 50 

cccggatcca ctagtattaa gcgtggtg 28 



<210> 51 
<211> 45 
<212> DNA 

<213> Artificial Sequence 



<220> 

<223> Shigella dysenteriae reverse primer (Shiga-His6) 
<400> 51 

cccggatcca ctagtttaat gatgatggtg gtggtggcaa ttgag 45 



<210> 52 

<211> 978 

<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (978) 

<220> 
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<223> 
toxin 



400> 52 ^ ^ ^ a f,*-^ = rc tac tqt tat aac ttc 48 

atg cag cca gat gca ate aat gee cca gtc acc tgc eg ^ 
Met Gin Pro Asp Ala He Asn Ala Pro Val Thr Lys cy y ^ 



1 



5 



10 



S SS B! K "5 SS - SS SI 2S S ffi SS S S 55 " 



30 



20 



acc age age aag tgt ccc aaa gaa get gtg ate ttc aag acc att gtg 144 
Thr Ser Ser Lys Cys Pro Lys Glu Ala Val He ^ne y 



35 



40 



45 



ate tgt get gac ccc aag cag aag tgg g« «g gat tec 192 



Lyl IS fie Cys lla Asp Pro Ly=s Gin Lys Trp Val Gin Asp 

atg Z cac ctg gac aag caa acc caa act ccg aag act gcg atg aaa 24 0 

Met Asp His Leu Asp Lys Gin Thr Gin inr fro y qo 
65 70 

^ ^^^ trr act qca aaa act tac gtc gat age ctg 288 

gaa ttc acc ctg gac ttt tec act gca Ser Leu 

Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr lyr p 



85 



aat gtg att cgt tec gcg ate ggt aeg ccg ctg caa aeg att tec age 336 



Asn Val He Arg Ser Ala He Gly Thr Pro Leu 



100 



130 



135 



140 



165 



180 



185 



195 



210 



215 



ss ss s s a s ss ss ss ss ss k s? sa s 



225 

gtg 



230 

aeg gtc acc gec gaa gee ctg cgt ttc cgt caa ate caa cgc gge 
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384 



8S SS S SS £5S 2! SS S K SS 85 S SS 55 SS S 

ss s ss hi 53 ss ss ss ss s ss ss a? s JS =s 432 



;;s a 25 a ;s sh ss s ss ss a s ?a s ss as 180 

145 150 15 

gtg aac cgt aeg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 
Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala y ^ 



gta aeg ttt ccg gge acc act get gtt act ctg age gge gat tct tct 576 

Val Thr Phe Pro Gly Thr Tnr Axa di ±i igQ 



tat act aeg tta cag cgt gtg get ggt ate age egc act ggt atg caa 624 

Tyr Thr Thr Leu Gin Arg Val Ala Gly lie ber y ^ 



ss ss s st; ss s s ks ss ss s ss s ss? s ss 6 " 



ttc 720 



768 





Phe 
250 

gg c 

Gly 



Arg Gin lie Gin 



cgc 
Arg 



age 
Ser 



tat 

Tyr 



gtg 
Val 
270 



Arg 

255 

atg 
Met 



Gly 



act 
Thr 



816 



L t g aac tgg ggt cgc ttg tct tec gtt 
Leu Asn Trp Gly Arg Leu Ser Ser Val 
280 285 



864 



gat 
Asp 



eta 
Leu 



tct 
Ser 



ggc 
Gly 



gtc 
Val 



tec 
Ser 



cgt 
Arg 



gtc 
Val 
315 



gtt 
Val 
300 

gca 
Ala 



ggc cgt ate age 
Gly Arg He Ser 



912 



ctg 
Leu 



att 
He 



etc aat 
Leu Asn 
320 



960 



978 



cial Sequence: Construct encoding chemokine 
-truncated Shiga-Al Subunit HIS6 



qcc cca gtc ace tgc tgt tat aac ttc 
Ala Pro Val Thr Cys Cys Tyr Asn Phe 



48 



10 



15 



- ccc aag cag aag tgg gtt cag gat tec 
d Pro Lys Gin Lys Trp Val Gin Asp Ser 

- 60 



i cag agg etc gcg age tat aga aga ate 
Gin Arg Leu Ala Ser Tyr Arg Arg He 
25 30 

i gaa get gtg ate ttc aag acc att gtg 
Glu Ala Val He Phe Lys Thr He Val 



96 



144 



40 



45 



192 



a acc caa act ccg aag act gcg atg aaa 
n Thr Gin Thr Pro Lys Thr Ala Met Lys 

75 80 



_c-tg- 



c act gca aaa aci^tarc-^e- 
r Thr Ala Lys Thr Tyr Val Asp Ser Leu 



240 



288 



90 



95 



qqt acg ccg ctg caa acg att tec age 
e Gly Thr Pro Leu Gin Thr He Ser Ser 



336 
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100 



105 



110 



8S % SS SSS SSS SS SS JS "p SS IS SS K SS SS US s " 



115 



ss sss k ?3 ss a; ;s s; sss as as as & sss *;s " 2 



130 



135 



ss ss s 2! s: «k as ss - sss sj ss sa s is ss "» 



145 



150 



ss? ss ss ss ss ss ss ss ss s| ss ss ss ss sss sss 528 



165 



ss s ss sss ss s ?ss ss ssi ?ss ss ss ir y se ss ss 576 



180 



185 



190 



tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 

Tyr Thr Thr Leu Gin Arg Val Ala Gly He ber arg ± 
y 200 



195 



ss sss ss sss sss ss s s ss ss as ss ss; ss ss ss 672 



210 



215 



ss a; iss sis sss ;ss §ts sss sss ss ss s sa sss ss ss 720 



225 



230 



ss? s sss ss ss a: ss sss ss ss ss ss sss ss ss m 768 



245 



250 



255 



ttc cgc acc act tta gac gat etg tct ggc cgc age tat gtg atg act 816 

Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg iy 



260 



gee gaa gat gtc gat etg ace etg aac tgg ggt cgc ttg tct tec gtt 864 

Ala Glu Asp Val Asp Leu Thr Leu Asn irp ^±y y 



275 



280 



Phe Gly Ser He Asn Ala He Leu Gly Ser Val Ala Leu ^ 



305 



310 



tgc cac cac cac cat cat cat taa 
Cys His His His His His His 



325 



912 



sss sss SS ss SiS % ss sss SSS SSS SS SS X ss ss ss 

t« L .« .« gec ;t; =t. | ? c «c gt f gc. «g .« J« «0 



984 



<210> 54 
<211> 999 
<212> DNA 

<213> Artificial Sequence 

<220 > 

<221> CDS 

<222> (1) • - (999) 
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^223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fussion protein MCP1-AM-SAP0RIN 



atq°ca| 4 cca gat gca ate aat gec cca gtc acc tgc tgt tat aac ttc 48 

atg tdy <_ua ya^ ^ ^ _ ^ n _ Tr _ a1 r ^ rc , rvs Tvr Asn ph e 

Met 



Gin Pro Ksp Ala He Asn Ala Pro Val Thr Cys Cys Tyr Asn 



1 5 



10 



etc acq age tat aga aga ate 96 



acc aat agg aag ate tea gtg cag agg etc gcg age tat aga dya ^ 
?hr Asn A?g Lyl He Ser Val Gin Arg Leu Ala Ser Tyr Arg Arg He 



20 



25 



30 



acc age age aag tgt ccc aaa gaa get gtg ate ttc aag acc att gtg 
Thr Ser Ser Lyl Cys Pro Lys Glu Ala Val He Phe Lys Thr He Val 
35 40 45 



gec aag gag ate tgt get gac ccc aag cag aag tgg gtt cag gat tec 
Ala Lys Glu He Cys Ala Asp Pro Lys Gin Lys Trp Val Gin Asp Ser 
50 55 60 



ata gac cac ctg gac aag caa acc caa act ccg aag act gcg atg gtt 
Set Asp His Leu Asp Ly! Gin Thr Gin Thr Pro Lys Thr Ala Met Val 
65 70 75 

act agt att acc ctg gac ctg gtc aat ccg acc gec ggc caa tat age 
Thr Ser He Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser 

85 



90 



95 



105 



t^r aat aat act qat att gcg gtc ate ggt ccg ccg age aaa gaa aag 
Tyr lly Gly Thr Asp He All Val He Gly Pro Pro Ser Lys Glu Lys 
115 120 125 



145 



150 



160 



180 



185 



rta aaa tat acq qaa gat tac cag tec ate gag aag aac gcg cag ate 
Leu Glu Tyr Thr Glu Asp Tyr Gin Ser He Glu Lys Asn Ala Gin He 
195 



200 



205 



arc caa qqc qat caa tec cgc aaa gaa ctg ggt ctg ggt att gat ctg 
Thr Gin Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly He Asp Leu 



210 



215 



tg age acg age atg gaa gcg gtc aac aaa aaa get cgc gtg gtt aaa 
eu sir Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg Val Val Lys 
or 230 235 



c 

Le 

225 



144 



192 



240 



288 



aac ttc gtg gat aag att cgt aac aac gta aaa gat ccg aat ctg aaa 336 
sir Phe Val Asp Lyl He Arg Asn Asn Val Lys Asp Pro Asn Leu Lys 

ioo nnR 110 



384 



ttc ctg cgc att aac ttt caa age tec cgt ggc act gtt tct ctg ggc 432 
Pne Eeu Arg He Asn Phe Gin Ser Ser Arg Gly Thr Val Ser Leu Gly 
130 135 140 



25 51 S SE 5S £! & *S «K £ 2* i'i - iil C 480 

- - 155 



528 



acg aac gtg aac cgc gec tac tac ttt cgt age gag att acg age gcg 

Thr Asn Val Asn Arg Ala Tyr Tyr Phe Arg Ser Glu He Thr Ser Ala 

165 I 70 175 

aaa tec act qct ctg ttc ccg gag gcg acc act gca aac caa aaa gca 576 

llu Ser Thr Ala Leu Phe Pro GlG Ala Thr Thr Ala Asn Gin Lys Ala 



624 



672 



720 
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ga c gaa gec cgc ttc ctg ctg ate gec att cag atg acg gca gaa gec 768 
Asp Glu Ala Arg Phe Leu Leu He Ala lie Gin Net ^ 



245 



m % ss 3| s ;s ss "5 a ss ;s 5". s: s s ss 
ss ss s ss ;s ss m ss ss as ss - s 

2 V 5 2 8 0 

5; ;u s K is S 85 =5 S 51 » SS SS - - 

290 295 



310 



305 

caa atq qgt ctg ctg atg tac eta gga aaa ccg aag taa 
Sf- fl? t.^ Leu Met Tvr Leu Gly Lys Pro Lys 



Gin Met Gly Leu Leu Met Tyr 

325 

325 

<210> 55 
<211> 978 
<212> DNA 

<213> Artificial Sequence 

<220> 
<221> CDS 
<222> (1) - - (978) 



330 
330 



816 



864 



912 



-t ss s s - ® « ® - - Si ffi S! 5: 85 fH ' s ° 



999 



<220> ■ 4T Tv HHHa i cpnuence • Construct encoding chemokine 

^^^^^^^^^^ — fc 



<400> 55 tac tq t tat cgc ttt 48 

£? IS ^ Val l?y Asn THr SI Cys Cys T yr Arg 



1 5 



*- a « raa cac ctq gaa tec tat cgt cgc acc 

?i C e Ssn ^ ^ ^ S£ Gin a| Leu ilu Ser Tyr Arg Arg Thr 

20 2b 



act age age cac tgt ccg cgc gaa gca gte ate ttc aaa acc aag etc 
Thr Ser Ser His Cys Pro Arg Glu Ala Val lie fne y^ 



35 40 



i-cit ara gac ccq act cag aaa tgg gtg caa gat ttt 
111 "1 llu fie Cys fit Asp Pr^ Thr Gin Lys Trp Val Gin Asp Pne 



50 55 



atg aaa cat ctg gat aag aaa act cag acc ccg aag ctt gcg atg aaa 

Met Lys His Leu Asp Lys Lys inr bin mi. r-^ * Q0 



65 70 



^ rtt tec act qca aaa act tac gte gat age ctg 

gaa ttc acc ctg gac ttt tec act y Ser Leu 

Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys inr y ^ 

85 yu 



96 



144 



192 



240 



288 
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aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age 336 

Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser 

100 105 110 

ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg 384 

Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp Asn Leu 

115 120 125 

ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat 432 

Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg Phe Asn 

130 135 140 

aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt 480 

Asn Leu Arg Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe 

145 150 155 160 

gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 

Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His 

165 170 175 

gta acg ttt ccg ggc ace act get gtt act ctg age ggc gat tct tct 576 

Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser 

180 185 190 

tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 

Tyr Thr Thr Leu Gin Arg Val Ala Gly lie Ser Arg Thr Gly Met Gin 

195 200 205 

ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg age cat 672 

lie Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His 

210 215 220 

tct ggc acc age ctg acc cag tct gtt gee cgt gcg atg ctg cgc ttc 720 

Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe 

225 230 235 240 

gtg acg gtc acc gec gaa gee ctg cgt ttc cgt caa ate caa cgc ggc 768 

Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly 

245 250 255 



ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg atg act 
Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr 

260 265 270 



816 



gee gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt 864 
Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val 
275 280 285 

ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age 912 
Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser 
290 295 300 

ttt ggc tct att aat gee ate eta ggc tec gtc gca ctg att etc aat 960 
Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn 
305 310 315 320 

tgc cac cac cac get taa 978 
Cys His His His Ala 

325 

<210> 56 
<211> 984 
<212> DNA 

<213> Artificial Sequence 

<220> 
<221> CDS 
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<222> (1) . . (984) 



<223> Description of Artificial Sequence: ce : Construct encoding 
chemokine- toxin fusion protein MCP3 -AM- truncated Shiga Al subunit HIS6 



atq°caa 6 ccg gta ggc ate aac acg teg acc acg tgc tgt tat cgc ttt 48 
Gin Pro Val Gly He Asn Thr Ser Thr Thr Cys Cys Tyr Arg Phe 



Met 

1 5 



10 15 



ate aac aag aaa ate ccg aaa caa cgc ctg gaa tec tat cgt cgc acc 
He Asn Lys Lys He Pro Lys Gin Arg Leu Glu Ser Tyr Arg Arg Thr 



20 



25 30 



Asp 



50 



55 60 



75 80 



85 



90 95 



115 



120 125 



130 



155 160 



145 150 

gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac 528 
Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His 



165 



170 175 



180 



195 



225 230 



96 



act age age cac tgt ccg cgc gaa gca gtc ate ttc aaa acc aag etc 144 

Thr Ser Ser His Cys Pro Arg Glu Ala Val He Phe Lys Thr Lys Leu 

35 40 45 

gat aag gaa ate tgt gca gac ccg act cag aaa tgg gtg caa gat ttt 192 

- Lys Glu He Cys Ala Asp Pro Thr Gin Lys Trp Val Gin Asp Phe 



atq aaa cat ctg gat aag aaa act cag acc ccg aag ctt gcg atg aaa 240 
Met Lys Fis Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu Ala Met Lys 
65 70 



gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg 288 
Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu 



aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age 336 

Asn Val He Arg Ser Ala He Gly Thr Pro Leu Gin Thr He Ser Ser 

100 105 HO 

qqt qqt act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg 3 84 

Gly Gly Thr Ser Leu Leu Met He Asp Ser Gly Thr Gly Asp Asn Leu 



ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat 432 
Phe Ala Val Asp Val Arg Gly He Asp Pro Glu Glu Gly Arg Phe Asn 

135 140 



aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt 480 
Asn Leu Arg Leu He Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe 



gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct 576 
Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser 

185 190 



tat act acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa 624 
Tvr Thr Thr Leu Gin Arg Val Ala Gly He Ser Arg Thr Gly Met Gin 
y 200 205 



ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg age cat 672 

He Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His 
210 215 220 

tct ggc acc age ctg acc cag tct gtt gee cgt gcg atg ctg cgc ttc 720 

Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe 

235 240 
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gtg acg gtc acc gcc gaa gcc ctg cgt ttc cgt caa ate caa cgc ggc 
Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin He Gin Arg Gly 

245 250 255 



768 



ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg atg act 816 
Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr 

260 265 270 

gcc gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt 864 
Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val 
275 280 285 

ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age 912 
Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg He Ser 
290 295 300 

ttt ggc tct att aat gcc ate eta ggc tec gtc gca ctg att etc aat 960 
Phe Gly Ser He Asn Ala lie Leu Gly Ser Val Ala Leu He Leu Asn 
305 310 315 320 

tgc cac cac cac cat cat cat taa 984 
Cys His His His His His His 

325 

<210> 57 
<211> 999 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) . . (999) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin Fusion Protein MCP3 - AM- SAPORIN 



<400> 57 

atg caa ccg gta ggc ate aac acg tec acc acg tgc tgt tat cgc ttt 48 

Met Gin Pro Val Gly He Asn Thr Ser Thr Thr Cys Cys Tyr Arg Phe 

15 10 15 

ate aac aag aaa ate ccg aaa caa cgc ctg gaa tec tat cgt cgc acc 96 

He Asn Lys Lys He Pro Lys Gin Arg Leu Glu Ser Tyr Arg Arg Thr 

20 25 30 

act age age cac tgt ccg cgc gaa gca gtc ate ttc aaa acc aag etc 144 

Thr Ser Ser His Cys Pro Arg Glu Ala Val He Phe Lys Thr Lys Leu 

35 40 45 

gat aag gaa ate tgt gca gac ccg act cag aaa tgg gtg caa gat ttt 192 

Asp Lys Glu He Cys Ala Asp Pro Thr Gin Lys Trp Val Gin Asp Phe 

50 55 60 

atg aaa cat ctg gat aag aaa act cag acc ccg aag ctt gcg atg gtt 240 

Met Lys His Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu Ala Met Val 

65 70 75 80 

act agt att acc ctg gac ctg gtc aat ccg acc gcc ggc caa tat age 288 

Thr Ser He Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser 

85 90 95 

age ttc gtg gat aag att cgt aac aac gta aaa gat ccg aat ctg aaa 336 

Ser Phe Val Asp Lys He Arg Asn Asn Val Lys Asp Pro Asn Leu Lys 
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100 



105 



110 



tao ggt ggt act gat att gcg gtc ate ggt ccg ccg age aaa gaa aag 

Tyr Gly Gly Thr Asp He Ala Val He Gly Pro Fro y 
115 120 

cgt ggc act gtt tct ctg ggc 
Thr 
140 



rta CQC a tt aac ttt caa age tec cgt ggc act gtt tct ctg ggc 

ttc ctg cgc att <**^ a „ A Gly Thr val Ser Leu Gly 

Phe Leu Arg He Asn Phe Gin Ser ber Arg 

130 135 140 



145 



150 



160 



180 



185 



190 



£2 SK SS S SS K SS S3 £5 SS SS "? jS S SS KS 

2_ 9 5 2 0 0 

g ggc gat caa tec cgc aaa gaa ctg ggt ctg ggt att gat ctg 
n Gly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly He Asp Leu 
n 215 220 



acc ca 

Thr Gin Gly Asp 
210 



2! sis s s a k a ss ss ss ss s ss «a & i 

25 230 2 3b 

SS SS SS SS £2 2^ SS »SS £ SK SS! S SS S! SS 



245 250 



260 265 



275 



280 



285 



305 



310 



caa atq qqt ctg ctg atg tac eta gga aaa ccg aag taa 
Gin Me? Gly Leu Leu Me? Tyr Leu Gly Lys Pro Lys 



325 

<210> 58 
<211> 963 
<212> DNA 

<213> Artificial Sequence 



384 



432 



ctg aag cgc gat aac ctg tat gtt gtt gec tat ctg gcg atg gat aat 480 
Leu Lys Arg Asp Asn Leu Tyr Val Val Ala Tyr Leu Ala met y 

— lbb 



528 



s ss S! =s s sr. ss ss - 11 s as ss s s s 

165 I 70 

it; ss ffi k sss sss ss? as s ;ss s sr. ss a; 5: ss 5,6 



624 



672 



720 



768 



SS S SSS SS SS SS SS SS X - - - S " I S KS 



t;s ss ss sss as ss ss sst ss as sss as ss ss ss "i 864 



ss ss sss ss is ss ss is ss s a ss as ss ss ss 912 

290 295 3Uu 

ss as ss ss sss is sss as si ?st ss as sa ss bs sss 860 



999 



<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin fusion protein SDFl--AM-truncated Shiga-Al Subunit 
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<220> 

<221> CDS 

<222> (1) - • (963) 



<400> 58 
aag ccc gtc 
Lys Pro Val 
1 

cat gtt gcc 
His Val Ala 



aac tgt gcc 
Asn Cys Ala 
35 

gtg tgc att 
Val Cys He 
50 

get tta aac 
Ala Leu Asn 
65 

ttt tec act 
Phe Ser Thr 



gcg ate ggt 
Ala He Gly 



ctg atg att 
Leu Met lie 
115 

cgc ggc att 
Arg Gly He 
130 

gtc gaa cgc 
Val Glu Arg 
145 

aac gtc ttc 
Asn Val Phe 



acc act get 
Thr Thr Ala 



cgt gtg get 
Arg Val Ala 
195 

ctg acg acc 
Leu Thr Thr 
210 

acc cag tct 
Thr Gin Ser 
225 



age ctg age 
Ser Leu Ser 
5 

aga gcc aac 
Arg Ala Asn 
20 

ctt cag att 
Leu Gin He 



gac ccg aag 
Asp Pro Lys 



aag agg ttc 
Lys Arg Phe 

70 

gca aaa act 
Ala Lys Thr 
85 

acg ccg ctg 
Thr Pro Leu 
100 

gat tec ggt 
Asp Ser Gly 



gac ccg gaa 
Asp Pro Glu 



aac aac ctg 
Asn Asn Leu 
150 

tat cgt ttc 
Tyr Arg Phe 
165 

gtt act ctg 

Val Thr Leu 
180 

ggt ate age 

Gly He Ser 



age tat ctg 
Ser Tyr Leu 



gtt gcc cgt 
Val Ala Arg 
230 



tac aga tgc 
Tyr Arg Cys 



gtc aag cat 
Val Lys His 
25 

gta gcc egg 
Val Ala Arg 
40 

eta aag tgg 
Leu Lys Trp 
55 

aag atg gcg 
Lys Met Ala 



tac gtc gat 
Tyr Val Asp 



caa acg att 
Gin Thr He 
105 

acg ggt gat 
Thr Gly Asp 
120 

gaa ggc cgt 
Glu Gly Arg 
135 

tat gtg acg 
Tyr Val Thr 



get gat ttc 
Ala Asp Phe 



age ggc gat 
Ser Gly Asp 
185 

cgc act ggt 
Arg Thr Gly 
200 

gac tta atg 

Asp Leu Met 
215 

gcg atg ctg 

Ala Met Leu 



cca tgc cga 
Pro Cys Arg 
10 

etc aaa att 
Leu Lys He 



ctg aag aac 
Leu Lys Asn 



att cag gag 
He Gin Glu 
60 

atg aaa gaa 
Met Lys Glu 
75 

age ctg aat 
Ser Leu Asn 
90 

tec age ggt 
Ser Ser Gly 



aac ttg ttt 
Asn Leu Phe 



ttt aat aat 
Phe Asn Asn 
140 

ggt ttt gtg 
Gly Phe Val 
155 

tec cac gta 
Ser His Val 
170 

tct tct tat 
Ser Ser Tyr 



atg caa ate 
Met Gin He 



age cat tct 
Ser His Ser 
220 

cgc ttc gtg 
Arg Phe Val 
235 



ttc ttc gaa 
Phe Phe Glu 
15 

etc aac act 
Leu Asn Thr 
30 

aac aac aga 
Asn Asn Arg 
45 

tac ctg gag 
Tyr Leu Glu 



ttc acc ctg 
Phe Thr Leu 



gtg att cgt 
Val He Arg 
95 

ggt act tec 
Gly Thr Ser 
110 

get gtt gat 
Ala Val Asp 
125 

ctg cgt ctg 
Leu Arg Leu 



aac cgt acg 
Asn Arg Thr 



acg ttt ccg 
Thr Phe Pro 
175 

act acg tta 
Thr Thr Leu 
190 

aat cgc cat 
Asn Arg His 
205 

ggc acc age 
Gly Thr Ser 



acg gtc acc 
Thr Val Thr 



age 4 8 
Ser 



cca 96 
Pro 



caa 144 
Gin 



aaa 192 
Lys 

gac 240 
Asp 
80 

tec 288 
Ser 



etc 336 
Leu 



gtg 384 
Val 



ate 432 
He 



aac 480 

Asn 

160 

ggc 528 
Gly 



cag 576 
Gin 



tct 624 
Ser 



ctg 672 
Leu 



gcc 720 

Ala 

240 
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gaa gcc ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc acc act tta 768 

Glu Ala Leu Arg Phe Arg Gin lie Gin Arg Gly Phe Arg Thr Thr Leu 

245 250 255 

gac gat ctg tct ggc cgc age tat gtg atg act gcc gaa gat gtc gat 816 

Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu Asp Val Asp 

260 265 270 

ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg gat tat cac 864 

Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro Asp Tyr His 

275 280 285 

ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc tct att aat 912 

Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser Phe Gly Ser lie Asn 

290 295 300 

gcc ate eta ggc tec gtc gca ctg att etc aat tgc cac cac cac get 960 

Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn Cys His His His Ala 

305 310 315 320 



t aa 



963 



<210> 59 

<211> 969 

<212> DNA 

<213> Artificial Sequence 
<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine- 
toxin fusion protein SDF1B - AM- truncated Shiga-Al Subunit HIS6 



<220> 

<221> CDS 

<222> (1) . . (969) 

<400> 59 

aag ccc gtc age ctg age tac aga tgc cca tgc cga ttc ttc gaa age 48 

Lys Pro Val Ser Leu Ser Tyr Arg Cys Pro Cys Arg Phe Phe Glu Ser 
15 10 15 

cat gtt gcc aga gcc aac gtc aag cat etc aaa att etc aac act cca 96 
His Val Ala Arg Ala Asn Val Lys His Leu Lys lie Leu Asn Thr Pro 

20 25 30 

aac tgt gcc ctt cag att gta gcc egg ctg aag aac aac aac aga caa 144 
Asn Cys Ala Leu Gin lie Val Ala Arg Leu Lys Asn Asn Asn Arg Gin 
35 40 45 

gtg tgc att gac ccg aag eta aag tgg att cag gag tac ctg gag aaa 192 
Val Cys lie Asp Pro Lys Leu Lys Trp lie Gin Glu Tyr Leu Glu Lys 
50 55 60 

get tta aac aag agg ttc aag atg gcg atg aaa gaa ttc acc ctg gac 240 
Ala Leu Asn Lys Arg Phe Lys Met Ala Met Lys Glu Phe Thr Leu Asp 
65 70 75 80 

ttt tec act gca aaa act tac gtc gat age ctg aat gtg att cgt tec 288 
Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val lie Arg Ser 

85 90 95 

gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt act tec etc 336 
Ala lie Gly Thr Pro Leu Gin Thr lie Ser Ser Gly Gly Thr Ser Leu 

100 105 110 
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ctg atg att gat tec ggt acg ggt gat aac ttg ttt get gtt gat gtg 384 
Leu Met He Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala Val Asp Val 

120 125 



115 



cgc ggc att gac ccg gaa gaa ggc cgt ttt aat aat ctg cgt ctg ate 432 
Arg Gly He Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu Arg Leu He 

135 140 



130 



145 



160 



gtc gaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac cgt acg aac 480 

- ' - Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn Arg Thr Asn 

150 155 

aac gtc ttc tat cgt ttc get gat ttc tec cac gta acg ttt ccg ggc 528 

Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr Phe Pro Gly 

170 I 75 

tct tct tat act acg tta cag 576 



165 



Thr Thr Ala Val Thr Leu sSr Gly Asp Ser Ser Tyr Thr Thr Leu Gin 



act get gtt act ctg age ggc gat 



180 



185 190 



cgt gtg get ggt ate age cgc act ggt atg caa ate aat cgc cat tct 624 
Arg Val Ala Gly He Ser Arg Thr Gly Met Gin He Asn Arg His Ser 

200 205 



195 



ctg acg acc age tat ctg gac tta atg age cat tct ggc acc age ctg 672 
Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly Thr Ser Leu 



210 



215 220 



acc caq tct gtt gee cgt gcg atg ctg cgc ttc gtg acg gtc acc gee 720 

?hr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr Val Thr Ala 
225 230 235 240 

aaa gec ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc acc act tta 768 

Glu Ala Leu Arg Phe Arg Gin He Gin Arg Gly Phe Arg Thr Thr Leu 



245 



250 255 



gac gat ctg tct ggc cgc age tat gtg atg act gec gaa gat gtc gat 816 
Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu Asp Val Asp 



260 



265 270 



ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg gat tat cac 864 

Leu Thr Leu Asn Trp Sly Arg Leu Ser Ser Val Leu Pro Asp Tyr His 
275 280 285 

ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc tct att aat 912 

Gly Gin Asp Ser Val Arg Val Gly Arg He Ser Phe Gly Ser He Asn 
1 295 300 



290 



gee ate eta ggc tec gtc gca ctg att etc aat tgc cac cac cac cat 960 
Ala He Leu Gly Ser Val Ala Leu He Leu Asn Cys His His His His 



305 310 

cat cat taa 
His His 



<210> 60 

<211> 984 

<212> DNA 

<213> Artificial Sequence 



315 320 



969 



<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin fusion protein SDFl"-AM-SAPORIN 
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<220> 

<221> CDS 

<222> (1) . . (984) 



5! sTss s s s "i s ss - - s ss as a: ffi " 

! 5 10 

cat gtt gcc aga gcc aac gtc aag cat etc aaa att etc aac act cca 96 
His Val Ala Arg Ala Asn Val Lys His Leu Lys He Leu An Thr Pro 

25 30 



20 



aac tot gcc ctt cag att gta gcc egg ctg aag aac aac aac aga caa 

Asn Cys Ala Leu Gin He Val Ala Arg Leu Lys Asn Asn Asn Arg Gin 

35 40 45 

crt-a tac att qac ccg aag eta aag tgg att cag gag tac ctg gag aaa 

Val Cys He Hp Pro Lyl Leu Lys Trp He Gin Glu Tyr Leu Glu Lys 

50 55 60 

get tta aac aag agg ttc aag atg gcg atg gtt act agt att acc ctg 

Ala Leu Asn Lys Arg Phe Lys Met Ala Met Val Thr Ser He Tnr ueu 



65 



--,4- ^ ra acc qcc qqc caa tat age age ttc gtg gat aag 
lop HI Vax Asn Irl ?hr Ala l!y Gin Tyr Ser Ser Phe Val Asp Lys 

8 5 

att cgt aac aac gta aaa gat ccg aat ctg aaa tac ggt ggt act gat 
He Arg Asn Asn Val Lys Asp Pro Asn Leu Lys Tyr Gly Gly Tnr Asp 



100 



105 



att oca ate ate ggt ccg ccg age aaa gaa aag ttc ctg cgc att aac 
He All Val He Gly Pro Pro Ser Lys Glu Lys Phe Leu Arg He Asn 
115 120 I 25 



145 



150 



ttc ccq gag gcg acc act gca aac caa aaa gca ctg gaa uau dty y«« 
Phe Pro Gxu All Thr Thr Ala Asn Gin Lys Ala Leu Glu Tyr Thr Glu 



180 



195 



200 



205 



210 



215 



220 



225 



230 



ctg ctg ate gcc att cag atg acg gca gaa gcc gee cgt ttc cgc tac 
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144 



192 



240 



288 



336 



384 



ttt caa acre tec cgt ggc act gtt tct ctg ggc ctg aag cgc gat aac 432 

Phe Gin Hr Ser Arg Gly Thr Val Ser Leu Gly Leu Lys Arg Asp Asn 

130 135 140 

ctg tat gtt gtt gcc tat ctg gcg atg gat aat acg aac gtg aac cgc 480 

Leu Tyr Val Val Ala Tyr Leu Ala Met Asp Asn Thr Asn Val Asn Arg 

- — 155 



gcc tac tac ttt cgt age gag att acg age gcg gaa tec act get ctg 52 8 
Ala Tyr Tyr Phe Arg Ser Glu He Thr Ser Ala Glu Ser Thr Ala i,eu 
* 165 170 X7b 

caa aaa gca ctg gaa tat acg gaa 576 
Gin Lys Ala Leu Glu Tyr 
185 190 



gat tac cag tee ate gag aag aac gcg cag ate acc cag ggc gat caa 624 
Asp Tyr Gin Ser He Glu Lys Asn Ala Gin He Thr Gin Gly Asp Gin 



tee cgc aaa gaa ctg ggt ctg ggt att gat ctg ctg age acg age atg 672 
Ser Arg Lys Glu Leu Gly Leu Gly He Asp Leu Leu Ser Thr Ser Met 



a; s ss-ss s s ss la «s Sj sz as s a s: 720 

u O ~J 



768 



Leu Leu lie Ala lie Gin Met Thr Ala Glu Ala Ala Arg Phe Arg Tyr 

245 250 255 



att cag aac ctg gtc ate aaa aac ttc ccg aac aag ttc aat tec gag 816 
lie Gin Asn Leu Val lie Lys Asn Phe Pro Asn Lys Phe Asn Ser Glu 

260 265 270 

aat aaa gtc att cag ttc gag gtt aat tgg aaa aaa att tec acc gec 864 
Asn Lys Val lie Gin Phe Glu Val Asn Trp Lys Lys He Ser Thr Ala 
275 280 285 

att tat ggt gac gcg aag aac ggt gtt ttc aat aaa gat tat gat ttt 912 
He Tyr Gly Asp Ala Lys Asn Gly Val Phe Asn Lys Asp Tyr Asp Phe 
290 295 300 

ggt ttc ggt aag gta cgt cag gtg aaa gac ctg caa atg ggt ctg ctg 960 
Gly Phe Gly Lys Val Arg Gin Val Lys Asp Leu Gin Met Gly Leu Leu 
305 310 315 320 

atg tac eta gga aaa ccg aag taa 984 
Met Tyr Leu Gly Lys Pro Lys 

325 

<210> 61 
<211> 972 
<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) - . (972) 

<220> 

<223> Description of Artificial Sequence: Construct encoding chemokine 
toxin fusion protein EOTAXIN- AM- truncated Shiga-Al Subunit 



<400> 61 

atg ggg cca get tct gtc cca acc acc tgc tgc ttt aac ctg gec aat 48 

Met Gly Pro Ala Ser Val Pro Thr Thr Cys Cys Phe Asn Leu Ala Asn 
15 10 15 

agg aag ata ccc ctt cag cga eta gag age tac agg aga ate acc agt 96 

Arg Lys He Pro Leu Gin Arg Leu Glu Ser Tyr Arg Arg He Thr Ser 

20 25 30 

ggc aaa tgt ccc cag aaa get gtg ate ttc aag acc aaa ctg gee aag 144 

Gly Lys Cys Pro Gin Lys Ala Val He Phe Lys Thr Lys Leu Ala Lys 

35 40 45 

gat ate tgt gec gac ccc aag aag aag tgg gtg cag gat tec atg aag 192 

Asp He Cys Ala Asp Pro Lys Lys Lys Trp Val Gin Asp Ser Met Lys 

50 55 60 

tat ctg gac caa aaa tct cca act cca aag cca gcg atg aaa gaa ttc 240 

Tyr Leu Asp Gin Lys Ser Pro Thr Pro Lys Pro Ala Met Lys Glu Phe 

65 70 75 80 

acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg aat gtg 288 

Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val 

85 90 95 

att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt 336 

He Arg Ser Ala He Gly Thr Pro Leu Gin Thr He Ser Ser Gly Gly 

100 105 HO 
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art . tcc ctc ctc , atg att gat tec ggt acg ggt gat aac ttg ttt get 384 
-~ Ser Leu Leu Me? He Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala 



Thr 



115 



120 



125 



att aat qtq cgc ggc att gac ccg gaa gaa ggc cgt ttt aat aat ctg 432 
Val Asp Val Arg Gly He Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu 



130 



135 



140 



rat- eta ate Qtc qaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac 480 
A?g Leu lie Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn 



145 



150 155 



cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tcc cac gta acg 528 
Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr 

165 170 

i-M- rra aac acc act act gtt act ctg age ggc gat tct tct tat act 576 
P^e Pro |?y Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser Tyr Thr 

180 185 1^0 

3 ro tta caa cat qtq get ggt ate age cgc act ggt atg caa ate aat 624 
Thr Leu Gin Arg Val Ala lly He Ser Arg Thr Gly Met Gin He Asn 



195 



200 



205 



cgc cat tct ctg acg ace age tat ctg gac tta atg age eat tct ggc 672 
Arq His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly 

215 220 



210 



acc age ctg acc cag tct gtt gee cgt gcg atg ctg cgc ttc gtg acg 72 0 
Thr ler Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr 



225 



230 235 



240 



ate acc qcc qaa gec ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc 768 
fel Tnr Ala Tlu Ala Leu Arg Phe Arg Gin He Gin Arg Gly Phe Arg 

245 2 50 255 

*r*n tta aac aat ctg tct ggc cgc age tat gtg atg act gec gaa 816 

?Sr Thr Leu Asp Asp LeS Ser lly Arg Ser Tyr Val Met Thr Ala Glu 



260 265 



aat qtc gat ctg acc ctg aac tgg ggt cgc ttg tct tcc gtt ctg ccg 864 
Isp Val Isp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro 



275 



280 285 



gat tct gtc cgt gtt ggc cgt ate age ttt ggc 912 



gat tat cac ggt cag gat ten g.c ^ — s?r phe 3iy 



Asp 



Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg 



290 2 ^5 



att aat QCC ate eta ggc tcc gtc gca ctg att ctc aat tgc cac 960 
Ser He Asn 111 lie Leu Ely Ser Val Ala Leu He Leu Asn Cys His 



305 310 

cac cac get taa 
His His Ala 



315 



972 



<210> 62 

<211> 978 

<212> DNA 

<213> Artificial Sequence 

<220> 

<221> CDS 

<222> (1) • - (978) 



<223> Description of Artificial Sequence: Construct encoding ehemokine 
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toxin fusion protein EOTAXIN- AM- truncated Shiga-Al Subunit HIS6 



<400> 62 
atg ggg 
Met 
1 



cca get tct gtc cca acc acc tgc tgc ttt aac ctg gec aat 48 
Glv Pro Ala Ser Val Pro Thr Thr Cys Cys Phe Asn Leu Ala Asn 

5 10 15 



agg aag ata ccc ctt cag cga eta gag age tac agg aga ate acc agt 96 
Arq Lys He Pro Leu Gin Arg Leu Glu Ser Tyr Arg Arg He Thr Ser 

20 25 30 

ggc aaa tgt ccc cag aaa get gtg ate ttc aag acc aaa ctg gec aag 144 
Gly Lys Cys Pro Gin Lys Ala Val He Phe Lys Thr Lys Leu Ala Lys 
35 40 45 

gat ate tgt gec gac ccc aag aag aag tgg gtg cag gat tec atg aag 192 
Asp He Cys Ala Asp Pro Lys Lys Lys Trp Val Gin Asp Ser Met Lys 
50 55 60 

tat ctg gac caa aaa tct cca act cca aag cca gcg atg aaa gaa ttc 240 
Tyr Leu Asp Gin Lys Ser Pro Thr Pro Lys Pro Ala Met Lys Glu Phe 
65 70 75 80 

acc ctg gac ttt tec act gca aaa act tac gtc gat age ctg aat gtg 288 
Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp Ser Leu Asn Val 

85 90 95 

att cgt tec gcg ate ggt acg ccg ctg caa acg att tec age ggt ggt 336 
He Arg Ser Ala He Gly Thr Pro Leu Gin Thr He Ser Ser Gly Gly 

100 105 HO 

act tec etc ctg atg att gat tec ggt acg ggt gat aac ttg ttt get 384 
Thr Ser Leu Leu Met He Asp Ser Gly Thr Gly Asp Asn Leu Phe Ala 
115 120 125 

gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt ttt aat aat ctg 432 
Val Asp Val Arg Gly He Asp Pro Glu Glu Gly Arg Phe Asn Asn Leu 
130 135 140 

cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg ggt ttt gtg aac 480 
Arg Leu He Val Glu Arg Asn Asn Leu Tyr Val Thr Gly Phe Val Asn 
145 150 155 160 

cgt acg aac aac gtc ttc tat cgt ttc get gat ttc tec cac gta acg 528 
Arq Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe Ser His Val Thr 

165 170 175 

ttt ccg ggc acc act get gtt act ctg age ggc gat tct tct tat act 576 
Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp Ser Ser Tyr Thr 

180 185 190 

acg tta cag cgt gtg get ggt ate age cgc act ggt atg caa ate aat 624 
Thr Leu Gin Arg Val Ala Gly He Ser Arg Thr Gly Met Gin He Asn 
195 200 205 

cgc cat tct ctg acg acc age tat ctg gac tta atg age cat tct ggc 672 
Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met Ser His Ser Gly 
210 215 220 

acc age ctg acc cag tct gtt gec cgt gcg atg ctg cgc ttc gtg acg 720 
Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu Arg Phe Val Thr 
225 230 235 240 

gtc acc gee gaa gee ctg cgt ttc cgt caa ate caa cgc ggc ttc cgc 768 
Val Thr Ala Glu Ala Leu Arg Phe Arg Gin He Gin Arg Gly Phe Arg 
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245 250 255 

acc act tta gac gat ctg tct ggc cgc age tat gtg atg act gec gaa 816 

Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val Met Thr Ala Glu 

260 265 270 

gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct tec gtt ctg ccg 864 

Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser Ser Val Leu Pro 

275 280 285 

gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt ate age ttt ggc 912 

Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg lie Ser Phe Gly 

290 295 300 

tct att aat gec ate eta ggc tec gtc gca ctg att etc aat tgc cac 960 

Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie Leu Asn Cys His 

310 315 320 



305 



cac cac cat cat cat taa 
His His His His His 

325 



978 



<210> 63 
<211> 993 
<212> DNA 

<213> Artificial Sequence 

<220> 

<2 21> CDS 

<222> (1) - - (993) 

<220> v, v ' 

<223> Description of Artificial Sequence: Construct encoding chemokine 

toxin fusion protein EOTAXIN-AM-SAPORIN 



<400> 63 

atg ggg cca get tct gtc cca acc acc tgc tgc ttt aac ctg gec aat 48 

Met Gly Pro Ala Ser Val Pro Thr Thr Cys Cys Phe Asn Leu Ala Asn 

15 10 15 

agg aag ata ccc ctt cag cga eta gag age tac agg aga ate acc agt 96 

Arg Lys lie Pro Leu Gin Arg Leu Glu Ser Tyr Arg Arg lie Thr Ser 

20 25 30 

ggc aaa tgt ccc cag aaa get gtg ate ttc aag acc aaa ctg gec aag 144 

Gly Lys Cys Pro Gin Lys Ala Val lie Phe Lys Thr Lys Leu Ala Lys 

35 40 45 

gat ate tgt gec gac ccc aag aag aag tgg gtg cag gat tec atg aag 192 

Asp lie Cys Ala Asp Pro Lys Lys Lys Trp Val Gin Asp Ser Met Lys 

50 55 60 

tat ctg gac caa aaa tct cca act cca aag cca gcg atg gtt act agt 240 

Tvr Leu Asp Gin Lys Ser Pro Thr Pro Lys Pro Ala Met Val Thr Ser 

65 70 75 80 

att acc ctg gac ctg gtc aat ccg acc gec ggc caa tat age age ttc 288 

lie Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin Tyr Ser Ser Phe 

85 90 95 

gtg gat aag att cgt aac aac gta aaa gat ccg aat ctg aaa tac ggt 336 

Val Asp Lys lie Arg Asn Asn Val Lys Asp Pro Asn Leu Lys Tyr Gly 

100 105 HO 
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^ rrct- cca ccq age aaa gaa aag ttc ctg 384 

f&. ^ ?" Tie IS fie l!y P~ sir Ly S Glu Lys Phe Leu 



Sly Thr Asp He Ala Val He Gly «o « u =~ ~- 

ttt caa age tec cgt ggc act gtt tct ctg ggc ctg aag 432 

Ser 
135 



cgc att aac ttt caa age ^ ^ ^ ^ Leu Qly Leu Lys 

Arg He Asn Phe Gin Ser ber Arg 



130 



S IS SS 2! SS SI «S K SI 35 S -f K - S t» "° 



145 



150 



r*r* rtt cat age gag att acg age gcg gaa tec 528 

9t ? r° I?S v Tyr Pne Arg sir Glu He Thr Ser Ala Glu Ser 

Val Asn Arg Ala Tyr lyr trie ^j-y ^ ^ 175 



165 



SS SS 52 BS 52 82 K SS SS K SS SK 5S SS 12 SS 

180 185 

i a a: ?S ss s s; ss ss ss s s§ a: « sa 

-loc 2 0 0 



ta 
Ty 



= a rr** rta aat eta ggt att gat ctg ctg age 
l?y IT P a?n llr A?g Lys IS Leu l!y Leu l?y lie Asp Leu Leu Ser 

210 215 

^ „ C ac qta gtt aaa gac gaa 

acg age atg gaa gcg gtc aac aaa aaa get cgc g g g ^ 
Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg vax y ^ 

225 230 

gec cgc tte ctg ctg ate gee att cag atg acg gca gaa gee gee cgt 
Ala Arg Phe Leu Leu He Ala He Gin Met inr ^ 

245 

tte cgc tac att cag aac ctg gtc ate aaa aac ttc ceg aac aag tte 
Phe Arg Tyr He Gin Asn Leu Val He Lys Asn Pne ^ 

260 ^ bb 



SS S£ SS SS SS Sf SS SS 52 SS Si SS jS 5! t" 5.. 

2 80 



275 



ss ss ss ;ss ss aj is sa w ss as as is ss ss ss 

290 295 
tat gat ttt ggt ttc ggt aag gta cgt cag gtg aaa gae ctg caa atg 
Tyr Asp Phe Gly Phe Gly Lys Val Arg Gin vai i,ys y ^ 
305 310 

qqt ctg ctg atg tac eta gga aaa ceg aag taa 
Gly Leu Leu Me? Tyr Leu Gly Lys Pro Lys 

325 33U 

<210> 64 
<211> 744 
<212> DNA 

<213> Artificial Sequence 

<223> Description of Artificial Sequence: Construct encoding 
Metnion?" treated Shiga-Al Subunit fusxon protxen 



576 



624 



672 



720 



768 



816 



aaa att 864 



912 



960 



993 



<220> 



<221> CDS 

<222> (1) . . (744) 



<400> 64 

atg aaa gaa ttc acc ctg gac ttt tec act gca aaa act tac gtc gat 48 

Met Lys Glu Phe Thr Leu Asp Phe Ser Thr Ala Lys Thr Tyr Val Asp 

5 10 15 



1 



age 



ctg aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att 96 
Ser Leu Asn Val lie Arg Ser Ala lie Gly Thr Pro Leu Gin Thr lie 

20 25 30 

tec age ggt ggt act tec etc ctg atg att gat tec ggt acg ggt gat 144 
Ser Ser Gly Gly Thr Ser Leu Leu Met lie Asp Ser Gly Thr Gly Asp 
35 40 45 

aac ttg ttt get gtt gat gtg cgc ggc att gac ccg gaa gaa ggc cgt 192 
Asn Leu Phe Ala Val Asp Val Arg Gly lie Asp Pro Glu Glu Gly Arg 
50 55 60 

ttt aat aat ctg cgt ctg ate gtc gaa cgc aac aac ctg tat gtg acg 240 
Phe Asn Asn Leu Arg Leu He Val Glu Arg Asn Asn Leu Tyr Val Thr 
65 70 75 80 

ggt ttt gtg aac cgt acg aac aac gtc ttc tat cgt ttc get gat ttc 288 
Gly Phe Val Asn Arg Thr Asn Asn Val Phe Tyr Arg Phe Ala Asp Phe 

85 90 95 

tec cac gta acg ttt ccg ggc acc act get gtt act ctg age ggc gat 336 
Ser His Val Thr Phe Pro Gly Thr Thr Ala Val Thr Leu Ser Gly Asp 

100 105 HO 

tct tct tat act acg tta cag cgt gtg get ggt ate age cgc act ggt 384 
Ser Ser Tyr Thr Thr Leu Gin Arg Val Ala Gly He Ser Arg Thr Gly 
115 120 125 

atg caa ate aat cgc cat tct ctg acg acc age tat ctg gac tta atg 432 
Met Gin He Asn Arg His Ser Leu Thr Thr Ser Tyr Leu Asp Leu Met 
130 135 140 

age cat tct ggc acc age ctg acc cag tct gtt gec cgt gcg atg ctg 480 
Ser His Ser Gly Thr Ser Leu Thr Gin Ser Val Ala Arg Ala Met Leu 
145 150 155 160 

cgc ttc gtg acg gtc acc gec gaa gec ctg cgt ttc cgt caa ate caa 528 
Arg Phe Val Thr Val Thr Ala Glu Ala Leu Arg Phe Arg Gin He Gin 

165 170 175 

cgc ggc ttc cgc acc act tta gac gat ctg tct ggc cgc age tat gtg 576 
Arg Gly Phe Arg Thr Thr Leu Asp Asp Leu Ser Gly Arg Ser Tyr Val 

180 185 190 

atg act gec gaa gat gtc gat ctg acc ctg aac tgg ggt cgc ttg tct 624 
Met Thr Ala Glu Asp Val Asp Leu Thr Leu Asn Trp Gly Arg Leu Ser 
195 200 205 

tec gtt ctg ccg gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt 672 
Ser Val Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg 
210 215 220 

ate age ttt ggc tct att aat gee ate eta ggc tec gtc gca ctg att 720 
He Ser Phe Gly Ser He Asn Ala He Leu Gly Ser Val Ala Leu He 
225 230 235 240 



etc aat tgc cac cac cac get taa 
Leu Asn Cys His His His Ala 



744 



245 
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<210> 65 
<211> 750 
<212> DNA 

<213> Artificial Sequence 



<220 > 

<223> Desc 
Methionine- 



ription of Artificial Sequence: Construct encoding 
truncated Shiga-Al Subunit HIS6 fusion protein 



<220> 

<221> CDS 

<222> (1) • - (750) 

■S Hs: 5S SS £2 a KS 5S £ SS I" SS SS S| K " 



5 



aac ctq aat gtg att cgt tec gcg ate ggt acg ccg ctg caa acg att 96 
sir Leu Asn Val He Arg Ser Ala He Gly Thr Pro Leu Gin Thr He 

20 25 

144 



SS IK IV, K SS K 25 25 SS? SS SS SS ?S S 85 K 

ss a sss es ss a sia a a; k a a a: ss if? a 192 



50 



100 



110 



115 



120 



125 



145 



150 



165 



180 



195 



240 



is ss ss ss a 2s ;s is a; a a a s ss sa s 

7 0 

a sss «! ss a s ss ss ss s a sss a a ss 2M 
sss as ss s us a a ss ss a - ss 22 ss a? a 336 

105 



tct tct tat act acg tta cag cgt gtg get ggt ate age cgc act ggt 384 

Ser Ser Tyr Thr Thr Leu Gin Arg Val Ala Gly lie ber aiy x * 



„^ «*■ nnr^ rat tct ctg acg acc age tat ctg gac tta atg 432 
Me? G?n fie Asn Arg Hie Ser LeS Thr Thr Ser Tyr Leu Asp Leu Met 

13 5 

SIS SS SSS S?S SS IIS a SS 3! IS SS£ SS a S S 2! "° 



a sss sa s ss ss ss as ss a a ss a as ;s ss 520 



ss a; ss a ss ss 2; a a £ a a? a a & «s 57S 



ss? ss ss ss a ss a as ss 2! ss s a a ss a S2< 
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t-rr att eta ccq gat tat cac ggt cag gat tct gtc cgt gtt ggc cgt 672 
Ser Val Leu Pro Asp Tyr His Gly Gin Asp Ser Val Arg Val Gly Arg 



210 



215 



220 



ate aqc ttt ggc tct att aat gec ate eta ggc tec gtc gca ctg att 720 
lie sir Phe Gly Ser lie Asn Ala lie Leu Gly Ser Val Ala Leu lie 



225 



230 



235 



etc aat tgc cac cac cac cat cat cat taa 
Leu Asn Cys His His His His His His 



245 



<210> 66 
<211> 765 
<212> DNA 

<213> Artificial Sequence 
<220> 



250 



1 5 



10 



rat aac acre ttc gtg gat aag att cgt aac aac gta aaa gat ccg aat 
Tyr Ser III Phe Val Asp Lys He Arg Asn Asn Val Lys Asp Pro Asn 

20 25 30 

ctg aaa tac ggt ggt act gat att gcg gtc ate ggt ccg ccg age aaa 
Leu Lys Tyr Gly Gly Thr Asp He Ala Val He Gly Pro Pro Ser Lys 
35 40 4b 

aaa aacr ttc ctg cgc att aac ttt caa age tec cgt ggc act gtt tct 
ilu Lys Phe Leu Arg He Asn Phe Gin Ser Ser Arg Gly Thr Val Ser 
50 55 60 

s a? m -i s s ». a - '! k s s k q 

S =5 S « S3 Sn 35 SS i*5 £ S S K S! "J - 

85 90 

4-^^ o^i- art- rta ttc ccq aaQ qcg ace act gca aac caa 
tTr All §E It* Tnr Ala Le? Phe ilS All Thr Thr Ala Asn Gin 

ioo 105 110 



it. is s a s a: s ss as k? k is 51 ss ss 

115 120 125 

r^a ate acc cag ggc gat caa tec cgc aaa gaa ctg ggt ctg ggt att 
Gin fie Thr Gin lly Asp Gin Ser Arg Lys Glu Leu Gly Leu Gly He 
nn 135 140 



aat ctg ctg age acg age atg gaa gcg gtc aac aaa aaa get cgc gtg 
Asp Leu Leu sir Thr Ser Met Glu Ala Val Asn Lys Lys Ala Arg Val 



750 



<223> Description of Artificial Sequence: Construct encoding 
Methionine-Saporin fusion protein 

<220> 

<221> CDS 

<222> (1) - . (765) 

^J 0 ' f art aat att acc ct g gac ctg gtc aat ccg acc gec ggc caa 48 
Me? Val Thr sir fie Thr Leu Asp Leu Val Asn Pro Thr Ala Gly Gin 



96 



144 



192 



240 



288 



336 



384 



432 



480 
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150 



155 



160 



145 

^t-o ct a ate qcc att cag atg acg gca 528 
TA ITs llu lla 1% Phe lie ^ ^ ™ ^ ^ 



165 



=m- naa aac ctq qtc ate aaa aac ttc 576 
Ilu fla III IT, -9 5£ fie Til ITn LeS S.l He Ly s Asn P,e 



180 



185 



190 



ss ss si m ss ss as £ - - - i a » " ~ 



195 



200 



is s: s: s ss s s ;s is ss a; 1 s - & - 673 



210 



215 



ttc aat aaa gat tat gat ttt ggt ttc ggt aag gta cgt cag gtg aaa 720 
Phe Asn Lys Asp Tyr Asp Phe Gly Phe Gly Lys Vai Arg ^ 



225 



230 



ss a sr. S! s; ss a s £ i 9 =k k is ss 2ss 

245 250 



taa 765 



<210> 67 
<211> 231 
<212> DNA 

<213> Artificial Sequence 



<220> 

<221> CDS 

<222> (1) ■ • (231) 



<220> . . jt a^ifirial Seauence : Construct encoding 

<223> Description of Artiticiai ^mucin- 

Methionine -MCP2 protein 



ltl°lf r f a 9? c .to aac ac, t ? «c ac ? tgc tpt tat c,c ttt 48 

Met Gin Pro Val Gly lie asn n 15 

5 i« 

;s tE si 'At ss t" ss as a a: ss £ s s as M 



20 25 



£ 555 SS SS cS SS S SS K «K JS S £ S 5! £ 



35 40 



SS SS I" SS gS K SS SS S SS 51 SI S3 SS K & 



50 55 



aaa cat ctg gat aag aaa act cag acc ccg aag ctt 
Me? Lys Sis Leu Asp Lys Lys Thr Gin Thr Pro Lys Leu 
65 70 75 



144 



192 



231 



<210> 68 

<211> 4 

<212> PRT 

<213> Pseudomonas aeruginosa 
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*l 2 °: p^.domonas toxin carboxy- terminal endoplasmic reticulum retention 



<223 > Pseudomonas 
signal 

<400> 68 
Xaa Asp Glu Leu 
1 

<210> 69 
<211> 393 
<212> DNA 

<213> Mus musculus 



<22 0> 

<223> Mouse chemokine ALP cDJMA 



<220> 

<221> CDS 

<222> (ID • • (373) 



<400> 69 trr ccc qcc age age etc ccg ctg 49 

ctgagtgagc atg atg gag ggg etc tec ccc gec ^ ^ ^ ^ ^ 

1 



5 



£ 2S ES E S! SS IS ST. £ IS K S| E2 ill Hi £ " 

15 20 



Asp 



SS SS S£ S SS SS S K S K S! SS ES IK & SS 
S! tS S3 £S SS «S S SS ES i £5 SS - °" 



95 



100 



*- ^ ^ aac ccc caa cag caa aac taa taaagcaaca 

aag aaa atg tac tea aac ccc caa y 

Lys Lys Met Tyr Ser Asn Pro Gin Gin Gin Asn 

110 115 



ttagacgaca 



145 



193 



tec age act age tgc tgt act cag etc tat aga cag cca etc cca age 
Ser Ser Thr Ser Cys Cys Thr Gin Leu Tyr Arg oJ.n ^ 

s s sk si s ;s ss ss a a: a sb ss ks q ss 
** if, ss as sa sr. ss sa ss ss a ffi si ss ss ss 



289 



337 



383 



393 



<210> 70 
<211> 912 
<212> DNA 

<213> Mus musculus 



<223> Mouse Lungkme cDNA 

<220> 
<221> CDS 
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I 



<222> (1) . . (504 ) 
<300> 

<308> AF082859/GenBank 
<400> 70 

atg get get caa ggc tgg tec atg etc ctg ctg get gtc ctt aac eta 48 
Met Ala Ala Gin Gly Trp Ser Met Leu Leu Leu Ala Val Leu Asn Leu 
15 10 15 

ggc ate ttc gtc cgt ccc tgt gac act caa gag eta cga tgt ctg tgt 96 
Gly lie Phe Val Arg Pro Cys Asp Thr Gin Glu Leu Arg Cys Leu Cys 

20 25 30 

att cag gaa cac tct gaa ttc att cct etc aaa etc att aaa aat ata 144 
lie Gin Glu His Ser Glu Phe lie Pro Leu Lys Leu lie Lys Asn lie 
35 40 45 

atg gtg ata ttc gag acc att tac tgc aac aga aag gaa gtg ata gca 192 
Met Val lie Phe Glu Thr lie Tyr Cys Asn Arg Lys Glu Val lie Ala 
50 55 60 



gtc cca aaa aat ggg agt atg att tgt ttg gat cct gat get cca tgg 
Val Pro Lys Asn Gly Ser Met lie Cys Leu Asp Pro Asp Ala Pro Trp 
65 70 75 80 



gag cat gaa aag cct eta tat ctt tea ttt ggg aga cct gag aac aag 
Glu His Glu Lys Pro Leu Tyr Leu Ser Phe Gly Arg Pro Glu Asn Lys 
115 120 125 



tta get cac aac agt gat agg aat ttt eta egg gac tec agt gaa gtc 
Leu Ala His Asn Ser Asp Arg Asn Phe Leu Arg Asp Ser Ser Glu Val 
145 150 155 160 



240 



gtg aag get act gtt ggc cca att act aac agg ttc eta cct gag gac 288 

Val Lys Ala Thr Val Gly Pro lie Thr Asn Arg Phe Leu Pro Glu Asp 

85 90 95 

etc aaa caa aag gaa ttt cca ccg gca atg aag ctt ctg tat agt gtt 336 

Leu Lys Gin Lys Glu Phe Pro Pro Ala Met Lys Leu Leu Tyr Ser Val 

100 105 110 



384 



aga ata ttt ccc ttt cca att egg gag acc tct aga cac ttt get gat 432 
Arg lie Phe Pro Phe Pro lie Arg Glu Thr Ser Arg His Phe Ala Asp 
130 135 140 



480 



age ttg aca ggc agt gat gee taa aagccactca tgaggcaaag agtttcaagg 534 
Ser Leu Thr Gly Ser Asp Ala 

165 

aagctctcct cctggagttt tggcgttctc attcttatac tctattcccg cgttagtctg 594 

gtgtatggat ctatgagctc tcttttaata ttttattata aatgttttat ttacttaact 654 

tcctagtgaa tgttcacagg tgactgctcc cccatcccca tttcttgata ttacatataa 714 

tggcatcata taccccttta ttgactgaca aactactcag attgettaac attttgtgct 774 

tcaaagtctt atcccactcc actatgggct gttacagagt geatcteggt gtagagcaag 834 

gctccttgtc ttcagtgccc cagggtgaaa tacttctttg aaaaattttc attcatcaga 894 

raatctgaaa taaatatt 912 
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